ABSTRACT We report here the whole-genome sequence of a biodesulfurizing bacterium, Gordonia sp. strain IITR100. The bacterium has the unique ability to desulfurize both aliphatic and aromatic organosulfurs. The draft genome sequence will provide insights into the various genes and regulators involved in biodesulfurization and other catabolic pathways.
The gene annotation analysis of Gordonia sp. strain IITR100 revealed the presence of five genes involved in the biodesulfurization process, which includes 2-hydroxybiphenyl-2-sulfinate desulfinase, dibenzothiophene (DBT) desulfurization enzyme, DBT monooxygenase, sulfite reductase, and flavin reductase. Interestingly, genes for resistance to antibiotics (five genes) and metal (14 genes), including arsenic, tellurium, chromate, copper, etc., were also detected. The genes playing a regulatory role, including monooxygenases (44 genes), starvation protein (three genes), and heat, cold, and alkaline shock proteins (12 genes), were also annotated in the genome of this organism.
Accession number(s). The draft genome sequence of Gordonia sp. strain IITR100 has been deposited at the EMBL/DDBJ/Genbank under accession number MVKV00000000. The version described in this paper is version MVKV01000000.
